ABSTRACT Chlorociboria aeruginascens DSM 107184 is a wood-decomposing ascomycetous fungus known to produce the bluish-green dimeric naphthoquinone derivate xylindein. Here, we present the first draft genome sequence, which contains 588 contigs with a total length of 33.1 Mb. Altogether, 8,648 protein-coding genes were predicted.
enzymes, like lignocellulolytic hydrolases and oxidoreductases (Table 1) , were annotated and filtered using Blast2GO version 5.2.2 (BioBam, Valencia, Spain) or identified in the genome using BLASTP searches (BLOSUM62 matrix; E value, 1e Ϫ1 ) with known crystal structure-based reference sequences (RCSB PDB). Prediction of carbohydrateactive enzymes (CAZymes) using dbCAN (14) (E value, Ͻ1e Ϫ15 ; coverage, Ͼ0.35) resulted in 497 identified genes (Table 1) , among them those encoding enzymes that act on aromatic substrates. Secondary metabolite (SM) biosynthetic gene clusters (BGCs) were predicted using antiSMASH version 4.1.0 (15) . A total of 32 BGCs were identified, including BGCs for the production of 14 polyketides, four nonribosomal peptides, one hybrid polyketide-nonribosomal peptide, five terpenes, and eight nonribosomal peptide-like SMs. One of the polyketide BGCs likely controls the production of xylindein.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number NCSK00000000. The version described in this paper is version NCSK02000000. The Sequence Read Archive (SRA) accession number is SRR5435769, associated with the BioProject number PRJNA382475.
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